Toxin-antitoxin (TA) systems play important roles in bacterial physiology, such as multidrug tolerance, biofilm formation, and arrest of cellular growth under stress conditions. To develop novel antimicrobial agents against tuberculosis, we focused on VapBC systems, which encompass more than half of TA systems in Mycobacterium tuberculosis. Here 
INTRODUCTION
Tuberculosis is a major global health problem. Globally, an estimated 9.0 million people developed tuberculosis in 2013, and ∼1.5 million people died from the disease (1) . Furthermore, the emergence of multidrug-resistant (MDR) tuberculosis (2) and extensively drug-resistant (XDR) tuberculosis (3) is making tuberculosis more life-threatening and difficult to treat. Strains that are completely resistant to all antituberculosis drugs have recently emerged (4) (5) (6) , creating an urgent need for novel therapeutic targets and antimicrobial agents with novel mechanisms of action. As part of an effort to develop innovative antimicrobial agents to combat tuberculosis, our group focused on a toxin-antitoxin (TA) system chromosomally encoded by Mycobacterium tuberculosis, the causative agent of tuberculosis.
TA loci were first identified in a plasmid of Escherichia coli and confer stability of maintenance in host bacteria (7) . Loss of TA loci-coding plasmids can result in growth inhibition and eventually lead to cell death because production of the labile antitoxin is not sufficient to neutralize the stable toxin under stress conditions. Since the initial discovery of TA loci in plasmids, TA loci in various bacterial chromosomes have been reported (8) , and recent evidence suggests other several important cellular functions of TA systems such as multidrug tolerance (9) (10) (11) , biofilm formation (12) , and arrest of cellular growth under stress conditions (13) .
TA systems can be grouped into three major categories (Types I, II and III) based on the antitoxin function (13) . In Type I systems, an RNA antitoxin binds to the toxincoding mRNA and inhibits translation by forming an RNA duplex. In Type II systems, a protein antitoxin binds to the protein toxin and neutralizes it by forming a stable TA protein complex. In Type III systems, an RNA antitoxin inhibits toxicity by binding to the protein toxin to form an RNA-protein complex. Type II TA systems have been studied most extensively. In a Type II system, the toxin and its cognate antitoxin molecules are encoded by two small genes and are organized in an operon. Under appropriate growth conditions, the antitoxin binds to its cognate toxin and forms a stable complex to inhibit the toxic effect (14, 15) . Under harsh extracellular conditions, such as elevated temperature or nutritional deprivation, stressinduced proteases degrade the antitoxin and allow its cognate toxin to be released, which eventually leads to cell death (16, 17) . The most prevalent Type II family is the VapBC family, which is defined by the presence of a PIN domain in the toxin component (VapC) (14, 18) . The PIN domain, which was named for its sequence similarity to the N-terminal domain of type IV pili protein, is a small protein domain (approximately 140 amino acids) containing four conserved acidic residues (19) . Computational analysis first suggested that the conserved acidic residues in the PIN domain comprise an active site and are key functional residues in ribonuclease activity (20) . Several detailed biochemical and biological studies have recently confirmed that VapC has ribo-or deoxyribonuclease activities in vitro (21) (22) (23) (24) (25) .
TA systems have been suggested as attractive targets for the development of novel antibiotics (26) (27) (28) because artificially inducing prolonged action of the toxin by disrupting the interaction of the TA complex may lead cells to the point of no return and eventually to death (26, 28, 29) . In M. tuberculosis, more than half of the TA systems belong to the VapBC family (47 of 88 putative TA systems) (30) , and vapBC loci are tightly associated with virulence factors and pathogenicity factors (18) . The VapBC family may therefore contribute to the extreme persistence and pathogenic success of M. tuberculosis (31) . Although efforts to develop antimicrobial drugs based on TA systems are emerging, antimicrobial peptides based on a structural rationale remain limited to the toxin structure of Bacillus anthracis MoxT (32) . Structural information on M. tuberculosis VapBC family members now includes the VapBC5, VapBC3 and VapBC15 complexes (33) (34) (35) , although the detailed aspects of these structures and their functional mechanisms remain elusive.
In this work, we demonstrate that the M. tuberculosis VapC30 toxin regulates cellular growth via ribonuclease activity that requires magnesium or manganese ion as a cofactor and is inhibited by the cognate VapB30 antitoxin. We also determined the crystal structure of the M. tuberculosis VapBC30 complex at 2.7-Å resolution. Despite the structural similarity of M. tuberculosis VapBC family members, we identified distinct structural features of VapBC30 in the crystal structure, such as inactivation of the VapC30 toxin via swapped blocking by the VapB30 antitoxin. Based on our functional and structural study on M. tuberculosis VapBC30, we designed the novel antimicrobial peptides which successfully disrupt the toxin-antitoxin complex and thus activate the ribonuclease activity of the VapC30 toxin. Our two kinds of novel peptides (VapB30 and VapC30-based) may suggest a promising lead compound to develop antimicrobial peptides to treat tuberculosis.
MATERIALS AND METHODS

Cloning, expression, and protein purification
The gene encoding M. tuberculosis (strain H37Rv) VapB30 (rv0623) was amplified using primers VapB30-f/VapB30-r (Supplementary Table S1 ) and cloned into the expression vector pET28a (+) (Novagen) to enable the production of VapB30 with an N-terminal hexahistidine tag. The gene encoding M. tuberculosis VapC30 (rv0624) was amplified using primers VapC30-f/VapC30-r (Supplementary Table S1 ) and cloned into the expression vector pET21a (+) (Novagen), resulting in the production of VapC30 with an additional methionine residue at the N-terminus. Both recombinant plasmids were co-transformed into E. coli Rosetta2 (DE3). Cells were grown at 37
• C in LB medium supplemented with ampicillin and kanamycin until the OD 600 reached 0.5. Expression was induced by the addition of 0.5 mM isopropyl 1-thio-␤-D-galactopyranoside, and the culture was grown at 37
• C for 4 h. The cells were harvested by centrifugation at 5,600 g and lysed by sonication in buffer A (50 mM Tris-HCl at pH 8.0 and 500 mM NaCl) containing 10% (v/v) glycerol and protease inhibitor cocktail tablets (Roche), then centrifuged to remove cellular debris at 17,900 g. The supernatant was applied to an affinity chromatography column of nickel-nitrilotriacetic acid-agarose (Novagen) equilibrated in buffer A. The protein was eluted with buffer A containing 500 mM imidazole, and the eluted sample was further purified by size-exclusion chromatography on a HiLoad 16/60 Superdex 200 prep-grade column (GE Healthcare). To cleave the hexahistidine tag, 100 units of thrombin from human plasma (Sigma-Aldrich) was added to 10 mg of purified protein and further incubated overnight at 20
• C. The thrombin was then removed by passage over a HiLoad 16/60 Superdex 200 prep-grade column equilibrated in buffer A. The recombinant VapBC30 complex substituted with selenomethionine (SeMet) was expressed and purified as described above, except that cells were grown in M9 cell culture medium containing extra amino acids, including SeMet. For crystallization, the purified protein was concentrated to 15 mg/ml using an Amicon Ultra-15 centrifugal filter unit (Millipore). Attempts to obtain soluble M. tuberculosis VapC30 proteins using pET vectors for in vitro ribonuclease testing were unsuccessful. Therefore, the gene encoding VapC30 was amplified using primers VapC30-f/VapC30-r (Supplementary Table S1 ) and cloned into the pCOLD1 vector (Takara). Plasmids with the vapC30 insert were then transformed into E. coli BL21 cells carrying the plasmid pGro7 (Takara). After inoculating the cells into LB medium containing ampicillin and chloramphenicol, the expression of the GroES and GroEL chaperones was induced by the addition of 0.5 mg/ml L-arabinose. When the cells grown at 37
• C reached mid-log phase, expression of the VapC30 protein was induced by the addition of 0.5 mM isopropyl 1-thio-␤-D-galactopyranoside, and the cells were incubated for an additional 12 h at 15
• C. The cells were then harvested by centrifugation at 5600 g, lysed by sonication in buffer A containing 10% (v/v) glycerol and protease inhibitor cocktail tablets (Roche), and centrifuged to remove cellular debris at 17,900 g. The supernatant was applied to an affinity chromatography column of nickel-nitrilotriacetic acid-agarose (Novagen) equilibrated in buffer A. The protein was eluted with buffer A containing 500 mM imidazole, and the eluted sample was further purified by size-exclusion chromatography on a HiLoad 16/60 Superdex 200 prep-grade column (GE Healthcare), equilibrated with buffer A.
Crystallization and X-ray data collection
Crystals of SeMet-labeled and native M. tuberculosis VapBC30 were grown by the sitting-drop vapor diffusion method at 20
• C. Each sitting drop was prepared by mixing equal volumes (0.5 l each) of the protein solution and the reservoir solution. The best crystals of SeMet-labeled M. tuberculosis VapBC30 were obtained using a reservoir solution of 0.2 M sodium acetate, 0.1 M sodium citrate pH 5.5, and 5% (w/v) PEG4000. The best crystals of native M. tuberculosis VapBC30 were obtained using a reservoir solution of 0.1 M sodium citrate tribasic dihydrate pH 5.6 and 1.0 M ammonium phosphate monobasic. The crystals of SeMet-labeled and native M. tuberculosis VapBC30 were transferred to a cryoprotectant solution containing 20% (v/v) glycerol in the reservoir solution. X-ray diffraction data for SeMet-labeled and native crystals were collected at 100 K using an ADSC Quantum 315r CCD detector system (Area Detector Systems Corporation, Poway, California) at the BL-5C experimental station of the Pohang Light Source, Korea. For each image, the crystal was rotated by 1
• , and the raw data were processed and scaled using the program suite HKL2000 (36 
Structure determination and refinement
Phase calculation and density modification were conducted using Autosol of PHENIX (37) . Subsequent manual model building was conducted using the program Coot (38) , and the model was refined using Refmac5 (39) and PHENIX (37) , including the bulk solvent correction. Five percent of the data were randomly set aside as the test data for the calculation of R free (40) . Water molecules were added using the program Coot and were manually inspected. All refined models were evaluated using MolProbity (41) . A total of 92.49% and 93.99% of the residues in the models from SeMet-labeled and native crystals, respectively, lie in favored regions of the Ramachandran plot with no outliers. The overall geometry of the two final models ranked in the 98th and 99th percentiles, with MolProbity scores of 2.00 and 1.70, respectively. The 100th percentile is the best among structures of comparable resolution. Superpositions and calculations of structural deviations were performed using the secondary structure matching (SSM) function in Coot (38) . Solvent-accessible surface areas were calculated using PISA (42) . The refined model was visualized and drawn using PyMOL (43) . Sequence alignments were performed using ClustalX 2.0 (44) and visualized using ESPript 3.0 (45) . Electrostatic surface potentials were calculated using the CHARMM force field implemented in the server-based version of PDB2PQR (46) . The resulting PQR file was used to calculate and display the electrostatic surface potential using the APBS method (47) implemented in PyMOL (43) . The crystallographic and refinement statistics are summarized in Supplementary Table S2 .
Size exclusion chromatography coupled with multi-angle light scattering
Size exclusion chromatography was performed on a BioSep SEC-s3000 size-exclusion column (Phenomenex) using a 1260 infinity HPLC system (Agilent Technologies) and multi-angle light scattering (MALS) was measured in line using a miniDAWN-TREOS instrument with an emission at 657.4 nm (Wyatt Technology). Scattering data were analyzed with the ASTRA 6.0.1.10 software (Wyatt Technology). VapBC30 samples (loading concentrations of 40 M) were run in 50 mM Tris (pH 8.0), 500 mM NaCl, at room temperature.
Cell growth curve measurement
For growth curve measurement of the VapBC30 complex, the operon encoding both M. tuberculosis (strain H37Rv) VapB30 (rv0623) and VapC30 (rv0624) was amplified using primers VapBC30-f/VapBC30-r (Supplementary Table  S1 ) and cloned into pCOLD1 vector (Takara). The resulting pCOLD1-VapBC30 plasmids were transformed into E.coli BL21 cells carrying plasmid Gro7 (Takara). For the growth curve measurement of VapC30, E. coli BL21 cells carrying plasmid pGro7 were transformed with pCOLD1-His 6 -VapC30 plasmids. E. coli cells inoculated from single colonies on freshly streaked plates were grown overnight and diluted 20-fold into pre-warmed M9 minimal medium containing 0.1% glucose. After dilution, expression of the chaperones GroES and GroEL were induced by the addition of 0.5 mg/ml L-arabinose and incubated at 37
• C. When O.D 600 reached 0.5 (hour 0), VapC30 or VapBC30 expression was induced by the addition of 0.5 mM isopropyl 1-thio-␤-D-galactopyranoside. The cells were then incubated at 15
• C, and OD 600 was measured every 60 min up to 6 h.
In vitro ribonuclease assay
We have closely followed the method described by Sisido et al. (48) to synthesize M. tuberculosis H37Rv tRNA fMet . The DNA fragments containing the entire tRNA fMET gene were amplified by PCR using primers tRNA fMET T7-f/ tRNA fMET T7-r (Supplementary Table S1 ) to enable the incorporation of a T7 RNA polymerase promoter sequence upstream. The RNA sequence containing M. tuberculosis tRNA fMet was then transcribed from the template DNA containing the entire M. tuberculosis tRNA fMet gene using MEGAshotpscript T7 transcription kit (Ambion), following the manufacturer's protocol. The size and purity of the M. tuberculosis tRNA fMET transcript was analyzed by denaturing 15% acrylamide gel electrophoresis containing 8 M urea. To remove residual template DNA, 2 units of TURBO DNase (Ambion) were added and incubated at 37
• C for 60 minutes. The M. tuberculosis tRNA fMET was then purified using the MEGAclear kit (Ambion), following the manufacturer's protocol. M. tuberculosis VapC30 protein was mixed with tRNA fMet and incubated at 37
• C for 60 min. Digested RNA fragments were analyzed by denaturing 15% acrylamide gel electrophoresis containing 8 M urea. Ribonuclease activity was also measured by fluorescence quenching assay using an RNase Alert kit (IDT). In this assay system, a fluorophore is covalently linked to one Nucleic Acids Research, 2015, Vol. 43, No. 15 7627 end of a synthetic RNA strand and quenched by a quencher group at the other end. When ribonuclease is added to the synthetic RNA containing a fluorophore-quencher pair, digestion of the RNA results in the separation of fluorophore and quencher, causing an elevation of fluorescence at 520 nm upon excitation at 490 nm by a fluorometer. The resulting fluorescence (RFU) was monitored on a SPECTRAmax GEMINI XS spectrofluorometer.
RESULTS AND DISCUSSION
Structure determination of the M. tuberculosis VapBC30 complex
We initially attempted to determine the M. tuberculosis VapBC30 complex structure using molecular replacement with the TA complexes of M. tuberculosis VapBC3 and VapBC5 as search models, but the structure determination was not successful. Therefore, a set of SAD data from a crystal of the SeMet-substituted M. tuberculosis VapBC30 complex was used to solve the phase problem at 2.85-Å resolution and to refine the model of crystal form I (Supplementary Table S2 ). The structure of crystal form II was solved by the molecular replacement method employing the refined model of the crystal form I as a probe. The M. tuberculosis VapBC30 complex exhibits subtle but distinct structural differences from other VapBC complex structures. These differences as well as the low levels of sequence identity may explain why molecular replacement trials with monomer or dimer models of VapBC3 and VapBC5 as search models failed.
The native M. tuberculosis VapBC30 complex diffracted to 2.70-Å resolution and was refined to R work /R free values of 0.207/0.244. Structural dissimilarities were observed when the model from the SeMet-labeled crystal (crystal form I) and the model from the native crystal (crystal form II) were compared, as described in detail below (Supplementary Figure S1 ). Therefore, we built and refined both crystal models. The SeMet-labeled M. tuberculosis VapBC30 complex also diffracted to 2.70-Å resolution and was refined to R work /R free values of 0.245/0.281.
For both crystal forms I and II, four VapC30 toxins (chains A, C, E, and G) and four VapB30 antitoxins (chains B, D, F and H) were present in each crystallographic asymmetric unit (Supplementary Figure S2A ). For the model of crystal form I, 623 amino acid residues in four VapC30 toxins (residues 1-131 for chains A, E and G; residues 1-129 for chain C), four VapB30 antitoxins (residues 47-79 for chain B; residues 48-79 for chain D; residues 50-73 for chain F; residues 51-74 for chain H) and 55 water molecules were included in the crystallographic asymmetric unit. For the model of crystal form II, 648 amino acid residues in four VapC30 toxins (residues 1-131 for chains A, B, C and D), four VapB30 antitoxins (residues 47-76 for chains B, D, F and H) and 103 water molecules were included in the crystallographic asymmetric unit. The electron density is clearly visible for nearly all residues of the four VapC30 toxins in crystal form II (residues 1-131 for chains A, E and G; residues 1-129 for chain C), whereas the electron density of residues Gly89 to Arg92 was not visible in crystal form I, suggesting that these residues are disordered. For VapB30, we were unable to build the residues Met1-Val46 and residues Tyr77-Ala84 because of ambiguous or missing electron density in crystal form II. In crystal form I, the electron density of the residues Met1-Val46 was also absent; however, additional residues (Tyr77-Glu79) in chains B and H were visible in the electron density map.
Two heterotetramers of the M. tuberculosis VapBC30 complex are present in each crystallographic asymmetric unit of crystal forms I and II ( Supplementary Figure S2A ). The heterotetramer is formed by two VapBC30 heterodimer complexes via a large VapC30-VapC30 interface related by pseudo-2-fold symmetry ( Figure 1A ). Although there was ambiguous or missing electron density in VapB30, we confirmed the presence of nearly full residues of VapB30 (theoretical molecular weight of 9551.9 Da) using matrix-associated laser desorption ionization-time of flight (MALDI-TOF) mass spectrometry (Supplementary Figure  S2B) . The apparent molecular weight of the complex determined by size exclusion chromatography coupled with multi-angle light scattering (SEC-MALS) is 92.9 ± 0.6 kDa, which corresponds well to the theoretical molecular weight of a heterooctamer model of the VapBC30 complex (93. While the overall architecture of M. tuberculosis VapC30 is similar to those of previously reported PIN domaincontaining VapC family members, discrete structural dissimilarities between M. tuberculosis VapC30 and PIN domain-containing proteins were identified. First, the Cterminal residues (residues 115-131) of M. tuberculosis VapC30 do not form any secondary structure, whereas the corresponding residues of VapC family members typically form an ␣-helix followed by one ␤-strand, designated as ␣7 and ␤5, respectively (Supplementary Figure S3A) . The Cterminal region of VapC30 covers one side of the active site, which is encompassed by ␣1, ␣3 and the loop (residues 87-96) between the ␣5 and ␣6 helices. Despite distinct structural differences in the C-terminal region of VapC30, one (Asp119) of the conserved key residues is located in the Cterminal region, which may play an important role in catalytic activity by constituting the active site and coordinating with a metal ion (14, 18) . In addition, the loop (residues 87-96) between the ␣5 and ␣6 helices of VapC30 differs significantly from previously reported VapC family members (Supplementary Figure S3B) . Interestingly, positively charged residues (Lys88, Arg90, His91 and Arg92) are positioned in the loop between the ␣5 and ␣6 helices. The positively charged residues and Mg 2+ ions comprise positively charged groove which is expected to interact with RNA molecules, similar to the shallow groove in the VapBC3 complex from M. tuberculosis (34) (Supplementary Figure  S4A) . The entire loop region is visible in crystal form II and has relatively high B-factors (Supplementary Figures S1A  and S4B ), while the positively charged regions (residues 89-92) are disordered in crystal form I. The loop is located in the vicinity of the entrance to the active site pocket and is involved in the hydrogen bonding network at the active site, as discussed below.
As described above, VapBC30 complexes exist as a heterooctamer both in solution and in crystals, which contain two tightly bound VapC30 homodimers. The interface areas of the VapC30 dimers of crystal forms I and II are 1100-1140Å 2 per monomer and formed by 29 residues on each monomer, representing strong interactions. The interactions in the VapC30 dimers of crystal forms I and II are nearly identical. The major contribution to the dimer formation is made by the residues on the ␣3, ␣4, ␣5 and ␣6 helices ( Figure 3A and B) . The dimer interfaces of chains A and C (or chains E and G) are formed by both hydrogen bonding networks and hydrophobic interactions. Among these interactions, Arg80 and Arg84 on ␣5 of chain A (or chain E) highly stabilize the VapC30 homodimer by forming multiple salt bridges with Glu46 (on ␣3') and Asp58 (on ␣4') of chain C (or chain G) within the dimeric interface ( Figure 3B and C) . The other hydrophilic interactions are contributed by Thr35, Ala36, Tyr38, Gly54, Val71, Asp77 and Tyr97 of the four chains (chains A, C, E and G) ( Figure 3B and C) . In the homodimeric interface, the hydrophobic interactions are mediated by thirteen amino acids from each monomer ( ure S5). This observation indicates that Tyr97 and Phe101 may play a key role in stable homodimer formation.
Distinct structural features of the M. tuberculosis VapB30 antitoxin
When we superimposed eight VapB30 monomers in the asymmetric units of the crystal forms I and II (Supplementary Figure S1B ), characteristic structural features were identified. While the N-terminal regions (residues 47-51 to 70 in crystal form I; residues 47-70 in crystal form II) of the eight antitoxin models in crystal forms I and II have nearly identical structures comprising an ␣-helix and a loop, the C-terminal regions (residues 71 to 73-81 in crystal form I; residues 71-76 in crystal form II) of the antitoxin models revealed a variety of conformations, as described below. In the N-terminal region of both crystal forms I and II, all of the VapB30 monomers adopt ␣-helix conformations (residues 49-62) that exhibit minor structural differences with r.m.s. deviations of 0.2-0.3Å for 14 C␣ atoms (Supplementary Figure S1B ). Notable differences were observed in the C-terminal regions of crystal forms I and II. In crystal form I, two helices (3 10 and ␣-helix) are only observed at residues Ala73-Leu75 in chain B and Ala71-Leu75 in chain D, respectively. The corresponding residues in the other six chains adopt random-coil conformations (chains F and H of crystal form I and chains B, D, F, and H of crystal form II) (Supplementary Figure S1B) . While chains B and D of crystal form I are nearly identical, the other six chains exhibit different conformations, with r.m.s. deviations of 3.5-7.2Å. In crystal form I, electron density corresponding to the C-terminal regions of the antitoxin is apparent, which allowed us to build additional residues (Tyr77-Glu79) in chains B and D. These residues are positioned in the active site of the distal VapC30 toxin, as discussed in detail below. The electron density of the corresponding residues in the other chains was not observed.
Although a structural similarity search of M. tuberculosis VapB30 with the DALI server (49) was unsuccessful, structural similarities among antitoxin molecules were observed among TA complexes when we superimposed the structure of M. tuberculosis VapB30 on those of four antitoxin molecules from other VapBC complexes. As shown in Figure 1E The active site structure of M. tuberculosis VapC30 toxin TA systems containing PIN domains in the toxin components are classified as VapBC TA family members (14, 18) . PIN-domain proteins typically possess nuclease activity. The PIN-domain proteins were expected to be metallodependent RNases based on initial bioinformatics analysis (20) and were confirmed to have nuclease activities with various substrate specificities, as discussed below.
The active site of M. tuberculosis VapC30 is well matched to the active sites of VapC family members, despite low sequence identities (11-20%) among the VapC family members (Figure 2) . The active sites of each VapC30 monomer are in close proximity and positioned in a concave surface of the VapC30 homodimeric interface. (Figure 3A and Supplementary Figure S4A) . The active site of VapC30 is formed by the loop between ␣1 and ␤1, ␣3, ␣6 and the Cterminal loop ( Figure 4A ). Characteristic key residues essential for ribonuclease activity are present in the active site of VapC30, as observed for other PIN domain-containing proteins. The key residues are three strictly conserved acidic residues (Asp4, Glu40 and Asp99) and a fourth less well conserved acidic residue (Asp119) (Figure 2 ). They are positioned in a possible metal binding site that is nearly identical to equivalent residues in other VapC toxins ( Figure 4B ). To identify possible metal ions that might have been copurified and co-crystallized with VapBC30 complex, dissolved crystals were analyzed by inductively coupled plasma mass spectrometry (ICP-MS) and found to contain ∼1.6 M magnesium ion in ∼4.0 M VapBC30 complex. Also, VapC30 showed ribonuclease activity independent of the magnesium ion concentration, when EDTA was not treated before the assay (Supplementary Figure S6) . Taken together, we concluded that the major species bound in the active site of VapC30 are Mg 2+ ions (Mg1). The key residues and Mg1 form extensive hydrogen bonding networks that may help to maintain structural rigidity or stabilize ionization states to modulate the turnover rate and control the local charge balance during the reactions. The hydrogen bonding network includes hydrophilic interaction clusters of Mg1/Asp4/Ser6/Ser102, Mg1/Glu40 and Mg1/Lys88 (only in crystal form II)/Asn96/Asp99/Asp119 (Figure 4A) . The loop between ␣5 and ␣6 displays two different structures as shown in Supplementary Figure S1A , despite the high structural similarity of the active sites in crystal forms I and II. The entire region of the loop (residues 87-96) between ␣5 and ␣6 is visible in crystal form II, while the positively charged portion (residues 89-92) of the loop is disordered in crystal form I. This result indicates that the different orientations of Asn96 in crystal form I may arise from the flexibility of the loop and affect the active site conformation. Asn96 interacts with Asp99 and Asp119 in chains A and G, while the side chain of Asn96 in chains C and E exhibits a different orientation and does not interact with those residues (Supplementary Figure S7) . In addition, the C-terminal loop (residues 115-131) does not form any secondary structure in the crystal and is located close to the active site, in contrast to the other VapC toxins described above.
More importantly, a magnesium ion (Mg1) in the hydrogen bonding network interacts with the key residues 
M. tuberculosis VapC30 toxin inhibits cellular growth through both Mg 2+ and Mn 2+ -dependent ribonuclease activity
Most PIN domain-containing proteins, including VapC toxins, recognize specific substrates and exhibit ribonuclease activities. PAE2754 from P. aerophilum and VapC4 from M. tuberculosis both exhibit weak nuclease activities for single-stranded DNA and bacteriophage MS2 RNA, respectively, while FitB (the PIN domain toxin from the fast intracellular trafficking locus) from Neisseria gonorrhoeae has no nuclease activity (21, 53, 55) . VapC from Haemophilus influenzae and the VapBC5 complex from M. tuberculosis exhibit ribonuclease activities for total RNA and doublestranded RNA as substrates, respectively (23, 33) . A more recent study of VapC toxins from S. flexneri and Salmonella typhimurium revealed specific cleavage of tRNA fMet at a single site between the stem and loop of its anticodon (25) . In this work, we have identified M. tuberculosis VapC30 as a ribonuclease that regulates cellular growth and exhibits distinct features in its mode of action and metal dependency, despite common characteristics with the VapC toxins from S. flexneri and S. typhimurium.
To determine whether the expression of VapC30 causes growth arrest or cell death, we performed an expression test To identify the ribonuclease activity and metal dependency of VapC30, we performed a fluorescence quenching assay in vitro. PIN domain-containing VapC family members use divalent metal ions such as Mg 2+ and Mn 2+ for enzymatic catalysis. For M. tuberculosis VapC30, the cleavage of RNA molecules increased significantly upon the addition of Mg 2+ or Mn 2+ ions ( Figure 5B and C). To determine the optimal concentrations of Mg 2+ and Mn 2+ ions, we have added varying amounts of Mg 2+ or Mn 2+ ions (1 M, 10 M, 100 M, 1 mM and 10 mM) to VapC30 proteins (10 M) and performed fluorescence quenching assay (Figure 5B and C) . Possible bound metal ions were removed before the assay by adding 10 mM EDTA to protein solutions, followed by dialysis against 20 mM Tris-HCl buffer containing 500 mM NaCl, pH8. The cleavage of RNA molecules significantly increased upon the addition of Mg 2+ or Mn 2+ ions. Also, it was observed that addition of 1 mM Mg 2+ offered the highest fluorescence compared to addition of 1 M, 10 M, 100 M and 10 mM of Mg 2+ ( Figure 5B ). The optimal concentration of Mn 2+ was determined to be 100 M ( Figure 5C ). This result indicates an important role of Mg 2+ and Mn 2+ ions in enzymatic catalysis. The Mg Figure 6D ) were compared, some conformational differences were revealed. In chain A of VapC30, Asn96 engages in intramolecular hydrogen bonding with active site residues Asp99 and Asp119 ( Figure 6C ). However, in chain C of VapC30, Asn96 is hydrogen bonded to the main chain carbonyl oxygens of both Leu75 and Gly76 of VapB30 (chain B). These interactions reorient the side chain of Asn96 of VapC30 by a distance of 2.8Å, pushing Asn96 away from the key active site residues of Asp99 and Asp119 ( Figure 6D ). This conformational change may orient the key active site residues in a catalytically unfavorable position. In addition, a few but distinct hydrophobic interactions were observed between two As we have described above, a role of the Mg 2+ ion in the enzymatic catalysis of VapC30 is also suggested by the crystal structure of VapC30. The locations of Mg1 molecules in our crystal structure and interacting residues are in good agreement with those in other reported structures (34, 35, 54) . Interestingly, no Mg1 molecule is observed in chains E and G of VapC30 (crystal form I) or in chain G of VapC30 (crystal form II). Among these three chains, the entire region of the loop between ␣5 and ␣6 is only visible in chain G of VapC30 (crystal form II). The clear electron density map of the loop can be explained by a loss of flexibility, which may be affected by the closely positioned VapB30. By contrast, the four loops between ␣5 and ␣6 are disordered in crystal form II. This flexibility of the loop may not allow interaction with Asp119 on the C-terminal loop. Moreover, only chain G of VapC30 (crystal form II) exhibits an intermolecular interaction between Tyr83 and Lys88. The conformation of the active site in chain G of VapC30 (crystal form II) may explain the absence of Mg1 and resulting inactivation of VapC30. Our two crystal forms (crystal forms I and II) may explain how VapB30 stabilizes the loop between ␣5 and ␣6 and affects the catalytic activity of VapC30 by disrupting metal binding.
Disruption of VapB30-VapC30 interaction via designed peptides
The crystal structure of VapBC30 shows that the heterodimeric interface of the VapBC30 complex is mainly composed of three structural components; ␣1-helix of VapB30 (residues 49-62), ␣2-helix of VapC30 (residues [17] [18] [19] [20] [21] [22] [23] [24] [25] [26] [27] , and ␣4-helix of VapC30 (residues 52-65) ( Figure 6B ). Any potential disruptor of the toxin-antitoxin interactions should be designed to block the interface between toxin protein and antitoxin protein, without affecting the toxicity of toxin protein. We therefore designed peptides either to mimic the ␣1-helix of VapB30, competing with VapB30 for interaction with VapC30, or to mimic the ␣2 and ␣4-helices of VapC30, competing with VapC30 for interaction with VapB30. Three designed peptides are 8-residue peptide I (Glu-Leu-Ala-Ala-Ile-Arg-His-Arg), 17-residue peptide II (Asp-Glu-Pro-Asp-Ala-Glu-Arg-Phe-Glu-Ala-Ala- Val-Glu-Ala-Asp-His-Ile), and 9-residue peptide III (ArgPhe-Gly-Glu-Pro-Gly-Gly-Arg-Glu). Peptide I mimics the ␣1-helical region of VapB30 (residues 52-59), which contains five (Glu52, Leu53, Arg57, Arg59 and Ile56) of eight residues engaged in interactions with VapC30. Peptide II mimics the ␣2-helical region of VapC30 (residues 14-30), which contains four (Asp14, Glu22, Val25 and Glu26) of 17 residues engaged in interactions with VapB30. Peptide III mimics the ␣4-helical region of VapC30 (residues 48-56), which contains five (Arg48, Glu56, Phe49, Gly50 and Pro52) of nine residues engaged in interactions with VapB30.
To investigate the ability to disrupt the VapB30-VapC30 interaction, in vitro, the three peptides were mixed with VapBC30 complex, and the subsequent ribonuclease activities were measured ( Figure 7 and Supplementary Figure  S9) . Compared with the VapBC complex, all three peptides were proven its capability of disrupting the toxinantitoxin interaction to some extent in a concentration dependent manner (10-100 M). Interestingly, peptides II and III, which mimic the VapC30, were shown to disrupt the VapBC30 complex more effectively than peptide I, which mimics the VapB30. Although the previously reported peptides modulated the toxin-antitoxin interaction by mimicking the structure of antitoxin (32, 56) , our results indicate that mimicking the toxin structure could be a more effective strategy to design an antimicrobial peptide targeting the toxin-antitoxin interactions. Of the two peptides which mimic the VapC30, peptide III (9-residue peptide containing five residues engaged in interactions with VapB30) was shown to disrupt the VapBC30 complex more effectively than peptide II (17-residue peptide containing four residues engaged in interactions with VapB30). The peptide III may allow increased binding as the shorter peptides need a smaller configurational entropic cost to overcome (57) . In addition, the hydrophobic interactions (Phe49/Gly50/Pro52 in VapC30 interact with Leu63/Val65/Val66 in VapB30) observed between the ␣4 of VapC30 and the C-terminal region of VapB30 may contribute to the specific inter-molecular interactions between peptide III and VapB30.
CONCLUSION
M. tuberculosis is the causative agent of tuberculosis and contains an unusually high number of VapBC systems (30) . The VapBC system, which is implicated in dormant state formation (31) , virulence (58) , and stress response (59) , is an interesting target for the rational design of an antimicrobial peptide against tuberculosis (26) . Via biochemical analysis, we confirmed that M. tuberculosis VapC30 is an Mg 2+ and Mn 2+ dependent ribonuclease that inhibits cellular growth. Although the crystal structures of VapC from P. aerophilum (52) (25, 33, 35, 60, 61) . We also determined the crystal structure of the M. tuberculosis VapBC30 complex at 2.7-Å resolution. The crystal structure reveals a novel inactivation of VapC30 via swapped blocking by VapB30. Finally, based on structural and functional studies of the M. tuberculosis VapBC30 complex, we designed the peptides to disrupt the toxin-antitoxin interactions. Our designed peptides mimic the helical regions of the VapB30 or VapC30 in the heterodimer interface of the VapBC30 complex, and they were capable of disrupting the interactions between VapBC30 complex in vitro. Our approach described here may form a foundation for the design of antimicrobial peptides targeting toxin-antitoxin systems, and the designed peptides may prove to be viable candidates in the development of anti-tuberculosis drugs.
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